MacMatch: a tool for pattern-based protein secondary structure prediction.
A program is described for predicting the secondary structure of globular proteins on an Apple Macintosh computer. MacMatch produces turn predictions using augmented regular expression pattern matching. Helix and strand predictions are based on a neural network. Protein structural class (alpha/alpha), beta/beta, alpha/beta can be exploited to improve secondary structure prediction. The program is simple to use, and the package includes sets of tested patterns and trained neural networks.